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In the title compound, C 13 H 9 NO 6 , the coumarin system has the benzene ring aligned at 0.61 (18) with respect to the pyrone ring. An intramolecular O-HÁ Á ÁO hydrogen bond stabilizes the molecular conformation and a C-HÁ Á ÁO contact also occurs. In the crystal, weak C-HÁ Á ÁO interactions link the molecules, forming inversion dimers. (1995) . For a related structure, see: Da & Quan (2010 Table 1 Hydrogen-bond geometry (Å , ). et al., 1982; Andersen et al., 2006) . In the technological and medicinal fields, coumarins and flavones, independently, find extensive use (Murakami et al., 2001 ) (Wu et al., 2003 , with activities reported for anti-HIV, anti-tumor, anti-cancer, anti-hypertension, anti-arrhythmia, anti-inflammatory, anti-osteoporosis, antiseptic, and analgesic uses. They are also known to be used as fluorescent probes and as triplet sensitizers, especially those having electronic push-pull characteristics (Wagner, 2009; Takadate et al., 1995) . Considering the importance of coumarin derivatives, we report here the structure of the title compound. A structure related to the title compound has also been reported (Da & Quan, 2010) .
Related literature
The molecular structure of the title compound is shown in Fig.1 2, 171.1, 157.5, 153.3, 144.0, 136.6, 131.6, 121.8, 120.1, 118.4, 117.6, 102.0, 27.8 p.p.m..
Refinement
All hydrogen atoms were placed in calculated positions, with C-H = 0.93Å for aromatic and 0.96Å for methyl and 0.82Å for hydroxyl H atoms and were included in the refinement using a riding model with U iso (H) = x U eq (C/O), where x = 1.5 for methyl and OH and 1.2 for all other atoms. The molecular structure of (I), showing the atom-numbering scheme with displacement ellipsoids drawn at the 50% probability level.
Computing details

Figure 2
View showing the weak C-H···O intermolecular interactions in compound (I). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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